Please type a sign(+) inside this box 



PTO/SB/05 (2/98) 
Approved for use through 09/30/2000. 0MB 0651-0032 
Patent and Trademark Office. U.S. DEPARTMENT OF COMMERCE - 



m. 



Under the Paperwork Reduction Act of 1995, no persons are required to respond to a coilec 


ion of information unless it display 


s a valid 0MB control number 


^ UTILITY PATENT APPLICATION TRANSMITTAL 

(Only for new nonprovmonal applications under S 7 CFR ^ I 53(b)) 

> 


Attorney Docket No. 


Q942.4570Q01/RWE 


First Inventor or 
Application Identifier 


Thuan Q. Trinh et at 


Title A Method for Synthesizing a Nucleic Acid Molecule Using 
a Ribonuclease 


Express Mail Label No. | 



APPLICATION ELEMENTS 

See MPEP chapter 600 concerning utility patent application contents. 



Assistant Commissioner for Patents 
ADDRESS TO Box Patent Application 

Washmgton, DC 20231 



L □ * Fee Transmittal Form (e.g., PTO/SB/17) 

(Submit an original, and a duplicate for fee processing) 

39 



2. S 



Specification [Total Pages 

(preferred arrangement set forth below) 

- Descnptive title of the Invention 

- Cross References to Related Applications 

- Statement Regarding Fed sponsored R&D 

- Reference to Microfiche Appendix 

- Background of the Invention 

- Bnef Summary of the Invention 

- Bnef Descnption of the Drawings (if filed) 

- Detailed Description 

- C!aini(s) 

- Abstract of the Disclosure 



3. 13 Drawing(s) (35 U.S.C. 113) [Total Sheets 2 ] 

4. □ Oath or Declaration [Total Pages ] 

a. □ Newly executed (original or copy) 

b. □ Copy from a prior application (37 CFR 1.63(d)) (for 

continuation/divisional with Box 1 7 completed) 
/Note Box 5 below] 

I □ DELETION OF INYENTQRf S) 

Signed statement attached deleting inventor(s) 
named in the prior application, see 37 CFR §§ 
1.63(d)(2) and 1.33(b), 

5. □ Incorporation By Reference (useable if Box 4h is checked) 

The entire disclosure of the pnor application, from wfatch a copy of the 
oath or declaration is supplied under Box 4b, is considered as being part of 
the disclosure of the accompanying application and is hereby incorporated 
by reference therein 



6. Q Microfiche Computer Program (Appendix) 

7. Nucleotide and/or Amino Acid Sequence Submission (if 
applicable, all necessary) 

a. □ Computer Readable Copy 

b. □ Paper Copy (identical to computer copy) 

c. Q Statement verifying identity of above copies 



ACCOMPANYING APPLICATION PARTS 



8. □ Assignment Papers (cover sheet & document(s)) 

9 □ 37 CFR 3 73(b) Statement □ Power of Attorney 
(when there is an assignee) 

10. Q English Translation Document (if applicable) 

H Infomiation Disclosure □ Copies of IDS Citations 
Statement (IDS)/PTO-1449 

12 Q Preliminary Amendment 

13. 



Return Receipt Postcard (MPEP 503) 
(Should be specifically itemized) 

|~| Statement filed in prior 
application. Status still proper 
and desired 



14 n * Small Entity Statement(s) 

(PTO/SB/09-12) 



15. Q Certified Copy of Priority Document(s) 
(if foreign priority is claimed) 

16 13 Other. 37 C F R. § 1 136(a)(3) Authorization 
□ Other- 

* NOTE FOR ITEMS J & J4 IN ORDER TO BE ENTITLED TO PA Y SMALL ENTITY FEES, A 
SMALL ENTin STA TEMENTIS REQUIRED (37 C F R § 1 27). EXCEPT IF ONE FILED IN A 
PEIOR APPLICATION IS RELIED UPON (37 CKR. §1.28) 



17, If a CONTINUING APPLICATION, check appropriate box, and supply the requisite information below and m a preliminary amendment 

□ Continuation □Divisional □Continuation-in-Part (CIP) of prior application No: / 

Prior application information: Examiner Group/Art Unit: 



18. CORRESPONDENCE ADDRESS 














□ Customer Number i \ or^ Correspondence 
or Bar Code Label i (Insert Customer No. or Attack bar code label here) ': address below 














NAME 


Sterne, Kessler, Goldstein 


& Fox P L L C 










Attorneys at Law 


ADDRESS 


Suite 600, 1 100 New York Avenue, N W 


CITY 


Washington 


STATE 


DC 


ZIP CODE 


20005-3934 


COUNTRY 


USA 


TELEPHONE 


(202) 371-2600 


FAX 


(202)371-2540 



NAME (Print/Type) 


Robert W. Esmond 


Registration No. (Attorney/Agent) 


32,893 


SIGNATURE 




Date 


May 7, 1999 



Burden Hour Statement; this form is estimated to take 0.2 hours to complete. Time will vary depending upon the needs of the individual case. Any comments on the amount of time you are required to 
complete this form should be sent to the Chief Information Officer, Patent and Trademark Office, Washington, DC 2023 1. DO NOT SEND FEES OR COMPLETED FORMS TO TfflS ADDRESS. SEND 
TO: Assistant Commissioner for Patents, Washington, DC 2023 1 . 



SKGF Rev 6/3/9S mac 



4571appfrm 




! 0 

: »^ 

! O 

; 00 



ERT Greene Sterne 
|RD J Kessler 
A. Goldstein 

_|EL L Fox 

Savid K.S CORNWELL 
Robert w Esmond 

TRACY-GE.NE G DURKfN 
MtCHELE A CiMBALA 

Michael B Ray 
Robert E Sokohl 



Stekke, Kessi^ek, GouDSTEm & Fox p.l.l.c. 

ATTORNEYS AT LAW 
MOO NEW YORK AVENUE, N.W , SUITE 600 
WASH INGTON, D C 20005-3934- 



^20^) 37I-2600 

Facsimile (202) 3-71-2540, (202) 37i-65e6 



Eric K Steffe 
Michael O Lee 
Steven R Ludwig 
John M Covert* 
Linda E Alcorn 
Raz E Fleshner 
Robert C Millonig 
Michael V Messinger 
Judith U Kim 
Timothy J Shea, jr 



Donald R McPhail 
Patrick E Garrett 
Stephen G Whjteside 
Noel B Whitley 
Jeffrey T Helvey* 
Heidi L Kraus 
Jeffrey R Kurin 
Raymond Millien 
Patrick D O'Brien 
Brian S Rosenbloom 



Lawrence B Bugaisky 
Crystal D Sayles" 
Edward W Yee 
Albert L Ferro* 
Donald R Banowit* 
Peter A Jackman* 
Molly A McCall* 
Teresa U Medler* 
Jeffrey S Weaver* 



Donald J Featherstone* 
Karen R Markowicz** 
Grant E Reed** 
Suzanne E Ziska** 
Brian J Del Buono** 
Cameron H Tousi** 
Vincent L Capuano**^ 



Robert H Benson* 
of counsel 



*Bar Other Than D C 
•Registered Patent Agents 



May 7, 1999 

Writer 's Direct Number: 

(202)371-2560 
INTERNET ADDRESS: 

resmond@sk:gf com 



Assistant Commissioner for Patents Box Patent Application 

Washington, D.C. 20231 

Re: U.S. Non-Provisional Utility Patent Application under 37 C.F.R. § L53(b) 
Appl. No. (to be assigned); filed (herewith) 
For: A Method for Synthesizing a Nucleic Acid Molecule 
Using a Ribonuclease 

Inventors: Trinh & Gruber 
Our Ref: 0942.4570001/RWE 



Sir: 

The following documents are forwarded herewith for appropriate action by the U.S. 
Patent and Trademark Office: 

1 . U.S. Utility Patent Application entitled: 

A Method for Synthesizing a Nucleic Acid Molecule 
Using a Ribonuclease 

and naming as inventors: 

Thuan Q. Trinh 
Christian E. Gruber 



StER^TE, KeSSLEE, GoLDSTEm 8c Fox P.L.L.C. 



Assistant Commissioner for Patents 
May 7, 1999 
Page 2 



the application comprising: 



a. 



A specification containing: 



(i) 29 pages of description prior to the claims; 

(ii) 9 pages of claims (claims 1-37); and 

(iii) 1 page abstract; and 

b. Two (2) sheets of drawings (Figures 1 & 2); 

2. Utility Patent Application Transmittal Form PTO/SB/05; 

3. Authorization to Treat a Reply As Incorporating An Extension of Time Under 
37 C.F.R. § 1.136(a)(3) (in duplicate); and 

4. Two (2) return postcards. 

It is respectfully requested that, of the two attached postcards, one be stamped with the 
filing date of these dociiments and returned to our courier, and the other, prepaid postcard, be 
stamped with the filing date and unofficial application number and retumed as soon as possible. 

This patent application is being submitted under 37 C.F.R. § 1.53(b) without Declaration 
and without filing fee. 



Respectfully submitted, 



Sterne, Kessler, Goldstein & Fox p.l.l.c. 




Robert W. Esmond 
Attorney for Applicants 
Registration No. 32,893 



RWE/dab 



P:\USERS\DENISEB\0942\4571appcov 

Enclosures 



TITLE OF THE INVENTION 

A Method for Ssmthesizing a Nucleic Acid Molecule 
Using a Ribonuclease 



INTRODUCTION 

The applications of the polymerase chain reaction (PGR) 
technique, an in vitro enzjmaatic amplification of DNA, seem limitless. 
PGR has been used in methods including direct cloning from genomic 

10 DNA or cDNA, in vitro mutagenesis and engineering of DNA, analysis 
of allelic sequence variations, analysis of RNA transcript structure, 
genetic fingerprinting of forensic samples, assays for the presence of 
infectious agents, prenatal diagnosis of genetic diseases, genomic 
fingerprinting, and direct. nucleotide sequencing of genomic DNA or 

15 cDNA, and others. 

Typically, PGR involves the step of denaturing a polynucleotide, 
followed by the step of annealing at least a pair of primer 
oligonucleotides to the denatured polynucleotide, i.e., hybridizing the 
primer to the denatured polynucleotide template. After the annealing 

2 0 step, an enzyme with polymerase activity catalyzes synthesis of a new 
polynucleotide strand that incorporates the primer oligonucleotides 
and uses the original denatured polynucleotide as a S3mthesis 
template. PGR is described in numerous publications, including, PGR: 
A Practical Approach , M. J. McPherson, et al, IRL Press (1991), PGR 

25 Protocols: A guide to Methods and Applications , by Innis, et al. 
Academic Press (1990), and PGR technology: Principals and 
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Applications for DNA Amplification . HA. Britch, Stockton Press 
(1990). 

The application of PGR to an increasing nirmber of analyses has 
required the development of more efficient methods for acquiring 
samples to be analyzed. Therefore, methods for amplification of 
sequences from crude DNA have evolved as was shown for linear 
amplification DNA sequencing, for example, which can be done directly 
from crude preparation of DNA from bacteriophage plaques and 
bacterial colonies (Krishnan, B. R. et aL (1991) NucL Acids. Res. 19: 
1153). However, these methods have not allowed consistent results in 
that in many instances, these methods have failed to produce the 
desired polynucleotide product. These failures may be attributable to a 
number of factors including such problems as template and primer 
base mismatches, and inefficient annealing of the primer to the 
template, among others. Therefore, there is a need for a method for 
optimizing nucleic acid synthesis, particularly by PGR, from crude 
DNA preparations. 

SUMMARY OF THE INVENTION 

The present invention satisfies the need mentioned above. 

Applicants have found that the problems associated with nucleic 
acid synthesis (particularly for PGR) from crude preparations may be 
due to the abundance of RNA in such crude DNA preparations. 
Consequently, the present invention provides compositions and 
methods for synthesizing polynucleotides in the presence of 
ribonucleases. These compositions and methods result in proper 



amplification and elongation of target DNA templates. Additionally, 
there is a significant increase in the amount of synthesized product, 
and increased product length. 

Therefore, the subject invention provides novel compositions 
containing one or more enzymes, proteins or peptides (or fragments, 
mutants, derivatives or variants thereof) that possesses ribonuclease 
(RNase) activity. Preferably, such ribonucleases (or fragments, 
mutants, derivatives or variants thereof) substantially lack 
deox5Tdbonuclease (DNase) activity. More preferably, the 
ribonucleases and compositions used in the invention lack DNase 
activity (i.e. DNase-free). In another aspect, the ribonucleases used in 
the invention are thermostable and thus may be employed in high 
temperature nucleic acid synthesis reactions such as PGR. In this 
manner, the synthesis reaction may be conducted at elevated 
temperature without inactivating the ribonuclease activity. A 
preferred embodiment of the invention is a composition comprising 
DNase-free RNase A. 

Another aspect of the invention provides a method for 
synthesizing nucleic acids, specifically DNA, using one or more 
enzymes, proteins or peptides (or fragments, mutants, derivatives or 
variants thereof) possessing RNase activity. Preferably, the 
ribonucleases used substantially lack DNase activity, and more 
preferably lack detectable levels of DNase activity. The method 
provided for synthesizing DNA (or other polynucleotides) comprises the 
step of mixing one or more desired templates with one or more enz5ane, 
proteins or peptides (or fragments, mutants, derivatives or variants 



thereof) possessing RNase activity along with other reagents required 
for polynucleotide synthesis. Reagents required for polynucleotide 
sjoithesis include one or more nucleotides (e.g- dNTPs) or derivatives 
thereof, one or more polynucleotide primers, one or more DNA 
polymerases, and the like. The invention thus relates to a method of 
ssmthesizing a nucleic acid molecule comprising: (a) mixing a nucleic 
acid template With one or more DNA polymerases and with one or 
more RNases of the invention; and (b) incubating said mixtiu-e under 
conditions sufficient to synthesize a nucleic acid molecule 
complementary to all or a portion of said template. Thus, ribonuclease 
treatment may be conducted simultaneously with the nucleotide 
synthesis reaction and thus one or more ribonucleases may be added in 
conjunction other components necessary for a nucleotide synthesis (e.g. 
nucleotides, primers, one or more DNA polymerases and the like). In a 
related aspect, one or more ribonucleases may be added to a sample 
prior to the nucleic acid synthesis step. Thus, a sample may be treated 
in accordance with the invention with one or more ribonucleases and 
following such treatment, nucleic acid synthesis in the presence of one 
or more polymerases may be conducted. In this aspect, the 
ribonuclease activity may or may not be inactivated after treatment 
but before synthesis by well known techniques. Thus, ribonuclease 
treatment may be accomplished prior to and/or during the nucleic acid 
sjoathesis reaction. 

Another aspect of the invention relates to amplification of 
nucleic acid molecules, for example a polymerase chain reaction or in 
an application of PGR, using one or more ribonucleases in accordance 



with the invention. The invention thus relates to a method for 
amplifying a double stranded DNA molecule, comprising: (a) providing 
a first and second primer, wherein said first primer is complementary 
to a sequence at or near the 3'-termini of the first strand of said DNA 
molecule and said second primer is complementary to a sequence at or 
near the 3'-termini of the second strand of said DNA molecule; (b) 
hybridizing said first primer to said first strand and said second primer 
to said second strand in the presence of one or more DNA polymerases 
and one or more RNases of the invention, imder conditions such that a 
third DNA molecule complementary to said first strand and a fourth 
DNA molecule complementary to said second strand are synthesized; 
(c) denaturing said first and third strand, and said second and fourth 
strands; and (d) repeating steps (a) to (c) one or more times. For 
amplification of nucleic acid molecules, ribonuclease treatment may 
also be performed prior to and/or during nucleic acid synthesis or 
amplification. Thus, according to the invention, ribonucleases may be 
used at any step and may be removed or inactivated at any step. 
Removal or inactivation of ribonucleases can be accomplished using 
techniques well known to those in ordinary skill in the art (e.g. 
chemical extraction (phenol and/or chlorophorm), precipitation, protein 
denaturation, heat, etc.). 

The invention also relates to conducting sequencing reactions in 
the presence of one or more ribonucleases of the invention. The 
invention thus relates to a method of sequencing a DNA molecxile, 
comprising: (a) hybridizing a primer to a first DNA molecule; (b) 
contacting said molecule of step (a) with deoxyribonucleoside 



triphosphates, one or more DNA polymerases, one or more RNases of 
the invention, and one or more terminator nucleotides; (c) incubating 
the mixture of step (b) under conditions sufficient to synthesize a 
random population of DNA molecules complementary to said first DNA 
molecule, wherein said sjnithesized DNA molecules are shorter in 
length than said first DNA molecule and wherein said synthesized 
DNA molecxiles comprise a terminator nucleotide at their 3' termini; 
and (d) separating said synthesized DNA molecules by size so that at 
least a part of the nucleotide sequence of said first DNA molecule can 
be determined. Such terminator nucleotides include ddTTP, ddATP, 
ddGTP, ddlTP or ddCTP. As indicated above, treatment of samples 
with ribonucleases may take place prior to and/or during the 
sequencing reaction. 

Another aspect of the invention provides kits for the synthesis, 
amplification, labeling or sequencing of nucleic acids, wherein the kits 
comprise one or more RNases of the invention. The kits may also 
contain other reagents useful in polynucleotide synthesis such as 
polynucleotide precursors, one or more nucleotides, one or more 
synthesis primers, one or more synthesis templates, one or more DNA 
poljrmerases, suitable buffers, and the like, 

BRIEF DESCRIPTION OF THE DRAWINGS 

These and other features, aspects, and advantages of the present 
invention will become better understood with reference to the following 
description and appended claims, and accompan5dng drawings where: 



Figure 1 represents liquid culture colony PGR with and without 
RNase A. Sample colonies from a cDNA library which did not produce 
an amplification product when assayed using a PGR buffer without 
RNase were grown overnight in liquid media. 100 ul of cells were 
pelleted and resuspended in 100 ul of H2O. PGR with and without 
RNase A was performed on 5 ul of cell culture. Amplification products 
were fractionated on a gel and stained with ethidium bromide (EtBr). 
Lane 1: 1 Kb ladder; lane 2: 100 bp ladder; lanes 3-14: samples 9, 10, 
16, 25, 26, 28, 29, 30, 37, 42, 43 and 44 assayed by PGR without 
RNase; lane 15: 100 bp ladder; lanes 16-28, samples 9, 10, 16, 25, 26, 
28, 29, 30, 37, 42, 43 and 44 assayed by PGR with RNase; lane 29: 100 
bp ladder; lane 30: 1 Kbp ladder, 

Figxire 2 represents plated colony PGR with and without RNase 
A, As described for Figure 1, sample colonies from a cDNA library 
which did not produce an amplification product when assayed using a 
PGR buffer without RNase were grown overnight in liquid media. 5 ul 
of each of the firesh cultures were dotted onto an amplicillin plate and 
grown overnight. PGR with and without RNase A was performed on 
0.5 ul of bacteria from a plated colony transferred directly to tubes 
subjected to PGR cycling without prior preparation of cell lysates. 
Amplification products were fractionated on a gel and stained with 
ethidium bromide (EtBr). Lane 1: 1 kb ladder; lane 2: 100 bp ladder; 
lanes 3-14: samples 9, 10, 16, 25, 26, 28, 29, 30, 37, 42, 43 and 44 
assayed by PGR without RNase; lane 15: 100 bp ladder; lanes 16-28: 



samples 9, 10, 16, 25, 26, 28, 29, 30, 37, 42, 43 and 44 assayed by PGR 
with RNase; lane 29: 100 bp ladder; lane 30: 1 Kbp ladder, 

DETAILED DESCRIPTION 

Definitions 

In the description that follows, a number of terms used in 
recombinant DNA technology are extensively utilized. In order to 
provide a clearer and consistent understanding of the specification and 
claims, including the scope to be given such terms, the following 
definitions are provided. 

Hybridization. The terms Tiybridization" and "hybridizing" 
refers to the pairing of two complementary single-stranded nucleic acid 
molecules (RNA and/or DNA) to give a double-stranded molecule. As 
used herein, two nucleic acid molecules may be hybridized, although 
the base pairing is not completely complementary. Accordingly, 
mismatched bases do not prevent hybridization of two nucleic acid 
molecules provided that appropriate conditions, well known in the art, 
are used. 

Template. The term "template" as used herein refers to a 
double-stranded or single-stranded nucleic acid molecule (RNA or DNA 
or messenger RNA) which is to be amplified, synthesized or sequenced. 
In the case of a double-stranded DNA molecule, denaturation of its 
strands to form a first and a second strand is performed before these 
molecules may be amplified, synthesized or sequenced. A primer, 
complementary to a portion of a template is hybridized under 
appropriate conditions and one or more DNA polymerases or other 



polymerases may then synthesize a DNA molecule complementary to 
said template or a portion thereof. The newly synthesized molecule, 
according to the invention, may be equal or shorter in length than the 
original template. Mismatch incorporation during the synthesis or 
extension of the newly synthesized molecxile may result in one or a 
number of mismatched base pairs. Thus, the synthesized molectde 
need not be exactly complementary to the template. 

Amplification. As used herein ^amplification" refers to any in 
vitro method for increasing the number of copies of a nucleotide 
sequence w^ith the use of one or more DNA pol5Txierases. Nucleic acid 
amplification results in the incorporation of nucleotides into a DNA 
molecule or primer thereby forming a new DNA molecule 
complementary to all or a portion of the template. The formed DNA 
molecule and its template can be used as templates to synthesize 
additional DNA molecules. As used herein, one amplification reaction 
may consist of many rounds of DNA replication, DNA amplification 
reactions include, for example, polymerase chain reactions (PGR). One 
PGR reaction may consist of 20 to 100 "cycles'" of denattu'ation and 
sjTQthesis of a DNA molecule. 

Cloning vector. A plasmid, cosmid or phage DNA or other 
DNA molecule which is able to replicate autonomously in a host cell, 
and which is characterized by one or a small number of restriction 
endonuclease recognition sites at which such DNA sequences may be 
cut in a determinable fashion without loss of an essential biological 
function of the vector, and into which DNA may be spliced in order to 
bring about its replication and cloning. The cloning vector may further 



contain a marker suitable for use in the identification of cells 
transformed with the cloning vector. Markers, for example, are 
tetracycline resistance or ampicillin resistance. 

Expression vector. A vector similar to a cloning vector but 
which is capable of enhancing the expression of a gene which has been 
cloned into it, after transformation into a host. The cloned gene is 
usually placed^under the control (i.e., operably linked to) certain 
control sequences such as promoter sequences. 

Recombinant host. Any prokaryotic or eukaryotic or 
microorganism which contains the desired cloned genes in a expression 
vector, cloning vector or any DNA molecule. The term "recombinant 
host" is also meant to include those host cells which have been 
genetically engineered to contain the desired gene on the host 
chromosome or genome. 

Incorporating. The term "incorporating" as used herein means 
becoming a part of a DNA molecule or primer. 

Nucleic acid. "Nucleic acid" refers to a synthetic or natirral 
molecule comprising a covalently linked sequence of nucleotides which 
are joined by a phosphodiester bond between the 3' position of the 
pentose of one nucleotide and the 5' position of the pentose of the 
adjacent nucleotide. 

Substantially pure. As used herein "substantially pure" 
means that the desired purified protein is essentially free from 
contaminating cellular contaminants which are associated with the 
desired protein in nature. Contaminating cellular components may 



includej but are not limited to, phosphatases, exonucleases, 
endonucleases or undesirable DNA polymerase enzjrmes. 

Primer. As used herein "primer" refers to a single-stranded 
oligonucleotide that is extended by covalent bonding of nucleotide 
monomers during amplification or pol5rmerization of a DNA molecule. 

Nucleotide. As used herein "nucleotide" refers to a base-sugar- 
phosphate combination. Nucleotides are monomeric units of a nucleic 
acid sequence (DNA and RNA). The term nucleotide includes 
deoxyribonucleoside triphosphates such as dATP, dCTP, dITP, dUTP, 
dGTP, dTTP, or derivatives thereof Such derivatives include, for 
example, [oSJdATP, T-deaza-dGTP and [aS]dTTP, [oSldGTP, 
[ocS]dCTP, 7-deaza-dATP. The term nucleotide as used herein also 
refers to dideox3ndbonucleoside triphosphates (ddNTPs) and their 
derivatives. Illustrated examples of dideox5n:ibonucleoside 
triphosphates include, but are not limited to, ddATP, ddCTP, ddGTP, 
ddlTP, ddTTP. According to the present invention, a "nucleotide" may 
be unlabeled or detectably labeled by well known techniques. 
Detectable labels, include, for example, radioactive isotopes, 
fluorescent labels, chemiluminescent labels, bioluminscent labels and 
enzyme labels. 

Ribonuclease. As used herein "ribonuclease" (RNase) refers to 
a peptide, poljrpeptide or protein (or mutant, fragment, derivative or 
variant thereof) which is able to cleave or digest or degrade RNA. 
Ribonucleases of the present invention can be purified from an 
organism, can be synthetically produced, or can be produced by 
recombinant techniques by cloning one or more genes involved in 



production of an RNase and isolating the RNase from the recombinant 
host cell. The activity of a ribonuclease can be detected by measuring 
hydrolysis of RNA into acid-soluble material. Ribonucleases can be 
nonspecific endoribonucleases meaning that they are able to hydrolyze 
RNA nonspecifically as opposed to specific endoribonucleases which 
can cleave RNA at a specific sequence. Specific and nonspecific 
endoribonucleases are useful in the present invention. Ribonucleases 
for use in the invention may also be exoribonucleases. The 
ribonucleases for use in the present invention are preferably 
substantially lacking deoxyribonuclease (DNase) activity. The term 
"substantially lacking" when used with respect to DNase activity, 
refers to RNase which completely lacks or which contains an amount of 
DNase which will not substantially degrade the DNA contained in a 
sample during a nucleic acid sjmthesis reaction. Preferably, RNases 
used in the invention lack DNase or contain an amount of DNase 
activity which does not substantially degrade or does not degrade the 
DNA template during a nucleic acid synthesis reaction such as PGR. 
RNases can be made substantially lacking DNase activity by boiling 
the RNase sample (typically at a concentration of 10 mg/ml in KJ)) for 
about 10 - 30 minutes, a method well known in the art. Ribonucleases 
with different sequence specificities are known. Depending on the 
enzyme and buffer conditions, the RNA digested can be single stranded 
RNA, double stranded RNA, or part of a RNA/DNA duplex, or all three. 
The buffer conditions for each RNase are specified by their respective 
suppliers and are commonly known in the art. 
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Prior to the inventors' work, polynucleotide synthesis in vitro 
was performed without RNase. In a variety of nucleic acid synthesis 
procedures, the subject compositions provide superior synthesis results, 
as compared with synthesis results obtained without RNase. The 
composition is especially useful in DNA S3rnthesis when the sample is 
crude, i.e. prepared rapidly such that it contains contaminating RNA. 
In such situations, the results achieved, i.e., the amount of synthesis 
product produced, are significantly greater than the amount of 
synthesis product obtained without RNase. Other advantages of the 
subject compositions and methods include increased product length, as 
well as the synthesis of polynucleotides that could not be synthesized 
previously, i.e., in the absence of RNase. 

The subject invention thus provides novel compositions for use 
in synthesizing nucleic acids, particularly DNA. The subject 
compositions comprise one or more ribonucleases and may optimally 
further comprises one or more DNA pol3Tnerases. Such composition 
may also comprise one or more components selected from the group 
consisting of one or more nucleotides, one or more primers, one or more 
buffers suitable for nucleic acid synthesis and/or one or more 
templates. 

Enzymes, protein or peptide (or fragment, mutant, variant or 
derivatives thereof) possessing RNase activity for use in the present 
compositions and methods may be isolated from natural sources, 
produced through recombinant DNA techniques, or chemically 
synthesized. Such enzymes that possess RNase activity and their 
properties are detailed in The Enzymes , Vol. IV (P.D, Boyer ed.) 



Academic Press, San Diego. Examples of enzymes that possess RNase 
activity useful in the compositions and methods of the present 
invention include RNase A, RNase H, RNase Tl, RNase T2, RNase S, 
RNase B, RNase C or variants, derivatives, fragments or mutants 
thereof and the like. 

RNase A, a preferred enzyme for use in the present invention, is 
an endoribonuclease from bovine pancreas that hydrolyzes RNA after 
C (cytosine) and U (Uracil) residues [Richard and Wyckoff (1971) In 
The Enzymes , Vol. IV (P.D. Boyer, ed.) pp.647-806. Academic Press, 
San Diego]. Cleavage occurs between the 3'-phosphate group of a 
pyrimidine ribonucleotide and the 5'-hydroxyl of the adjacent 
nucleotide. The reaction generates a 2':3' cyclic phosphate which then 
is hydrolyzed to the corresponding 3 -nucleoside phosphates. 

Ribonuclease Tl from Aspergillus oryzae is an endoribonuclease 
that hydrolyzes RNA after G residues [Uchida and Egami (1971) In: 
The Enzvmes , Vol IV (P.D. Boyer, Ed.) pp. 205-250. Academic Press, 
San Diego] . Cleavage occurs between the 3^-phosphate group of a 
guanine ribonucleotide and the 5'-hydroxyl of the adjacent nucleotide. 
The reaction generates a 2': 3' cyclic phosphate which then is 
hydrolyzed to the corresponding 3'-nucleoside phosphates. 

RNase A and RNase Tl are extremely difficult to inactivate, and 
are active under a wide range of reaction conditions, and thereby 
naturally thermostable, RNase A and RNase Tl cleave single stranded 
and double-stranded RNA as well as the RNA strand in RNA:DNA 
duplexes at low salt concentrations (0-100 mM NaCl). However, at 
NaCl concentrations of 0.3 M or above, RNase A and RNase Tl become 
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specific for cleavage of single-stranded RNA. Removal of RNase A or 
RNase Tl from a reaction solution generally requires treatment with 
proteinase K followed by multiple phenol extractions and ethanol 
precipitation. 

In a specific embodiment, when adding RNase A, it is preferable 
that the salt concentration of the mixture be optimized for the 
digestions desired. As described above, at low salt concentrations, 
below about 100 mM NaCl, RNase digests the RNA strand of 
RNArDNA duplexes as well as single stranded and double stranded 
RNA. At salt concentrations above 100 mM NaCl, RNase digests 
single and double stranded RNA, but not the RNA strand of RNAiDNA 
duplexes. 

RNase T2 also from Aspergillus oryzae is a nonspecific 
endoribonuclease that hydrolyzes RNA at the 3'-phosphate group of an 
adenosine residue. 

RNase H from coli is an endoribonuclease that specifically 
hydrolyzes the phosphodiester bonds of RNA in RNArDNA duplexes to 
generate products with 3' hydroxyl and 5' phosphate ends [Berkower et 
al (1973) J. BioL Chem. 248:5914-5921]. 

Other RNases useful in the present invention include RNase B, 
RNase C, and RNase S available for example fi:om Sigma, St. Louis, 
Missouri. 

In addition, one or more RNases (e.g. two or more, three or more, 
four or more etc.) may be combined to carry out the methods of the 
invention or may be combined in the composition or kits of the 
invention. The number of ribonucleases may range fi-om 2 to 5, 2 to 4 
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and 2 to 3. Thus, specific ribonucleases can be added alone or in 
combination such that the interfering RNA is hydrolyzed. Some of 
these specific RNases are hsted in Table 1. 



Table 1. RNases with sequence specificity. 



RNase 


Sequence Specificity 


U2 


ApiN 


CL3 


C(A/G)piN 



Other RNases for use in the invention may also be used and will 
be readily identified by one of ordinary skill in the art. Such RNases 
are preferably substantially lacking, in DNase activity. 

When using the subject compositions in reaction mixtures that 
are exposed to elevated temperature, e.g., during the PGR technique, 
use of thermostable RNase is preferred. The term "thermostable" when 
used with respect to an enz5rme, is readily understood by a person of 
ordinary skill in the art. Typically, a "thermostable" enzjnne retains at 
least 50 percent of its activity after exposure to a temperatvire of 80°C 
for a period of 20 minutes. 

In accordance with the invention, the amount of RNases and the 
conditions used may be determined by one skilled in the art using the 
assays described herein. Typically, the concentration of RNase(s), the 
incubation time and temperature and the order of addition may vary 
depending on the RNase used, the amount of RNA in the sample, and 



the desired result. Preferably, the RNase(s) are added prior to 
beginning the nucleic acid synthesis reaction or during the synthesis 
reaction at a final concentration ranging between about 2 ug/ml to 
about 5 mg/ml depending on the abundance of RNA in the sample, 
preferably about 20 jxg/ml to about 400 |ig/ml, still more preferably 
about 50 ixg/ml to about 300 |ig/ml, and most preferably about 200 
ug/ml, for RNase A, and about 0.5-500 Units of RNase Tl per 
microliter of a reaction mixture, preferably about 1 to 200 Units, more 
preferably about 2 to 50 Units and most preferably 20 Units of RNase 
Tl/ul of a reaction mixture, where a Unit of RNase Tl is defined as the 
amount of enzyme required to hydrolyze 1 A^^^ unit of yeast RNA to 
acid-soluble material in 15 minutes at 37°C. 

A variety of polypeptides having polymerase activity are useful 
in accordance with the present invention. Included among these 
polypeptides are enzymes such as nucleic acid polymerases (including 
DNA pol3niierases). Such polymerases include, but are not limited to, 
Thermus thermophilus (Tth) DNA polymerase, Thermus aquaticus 
(Taq) DNA polymerase, Thermotoga neopolitana (Tne) DNA 
poljncaerase, Thermotoga maritima (Tma) DNA polymerase, 
Thermococcus litoralis (Tli or VENT™) DNA polymerase, Pyrococcus 
furiosus (Pfu) DNA polymerase, DEEPVENT™ DNA polymerase, 
Pyrococcus woosii (Pwo) DNA polymerase, Bacillus sterothermophilus 
(Bst) DNA polymerase, Bacillus caldophilus (Bca) DNA polymerase, 
Sulfolobus acidocaldarius (Sac) DNA polymerase, Thermoplasma 
acidophilum (Tac) DNA polymerase, Thermus flavus (TfllTub) DNA 
polymerase, Thermus ruber (Tru) DNA polymerase, Thermus 
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brockianus (DYNAZYME™) DNA polymerase, Methanobacterium 
thermoautotrophicum (Mth) DNA polymerase, mycobacterivim DNA 
polymerase {Mtb, Mlep), and mutants and variants and derivatives 
thereof. 

Polymerases used in accordance with the invention may be any 
enzyme that can synthesize a nucleic acid molecule from a nucleic acid 
template, typically in the 5' to 3' direction. The nucleic acid 
polymerases used in the present invention may be mesophilic or 
thermophilic, and are preferably thermophilic. Preferred mesophilic 
DNA polymerases include T7 DNA polymerase, T5 DNA polymerase, 
Klenow fragment DNA pol5anerase, DNA polymerase III and the like. 
Preferred thermostable DNA polymerases that may be used in the 
methods of the invention include Taq, Tne, Tma, Pfu, Tfl, Tth, Stoffel 
fragment, VENT™ and DEEPVENT™ DNA polymerases, and 
mutants, variants and derivatives thereof (U.S. Patent No. 5,436,149; 
U.S. Patent No. 4,889,818; U.S. Patent No. 4,965,188; U.S. Patent No. 
5,079,352; U.S. Patent No. 5,614,365; U.S. Patent No. 5,374,553; U.S. 
Patent No. 5,270,179; U.S. Patent No. 5,047,342; U.S. Patent No. 
5,512,462; WO 92/06188; WO 92/06200; WO 96/10640; Barnes, W.M., 
Gene 2i2:29-35 (1992); Lawyer, F.C., et al, PGR Meth. AppL 2:275-287 
(1993); Flaman, J.-M, et al, NucL Acids Res. 22(15):3259-3260 (1994)). 
For ampHfication of long nucleic acid molecules (e.g., nucleic acid 
molecules longer than about 3-5 Kb in length), at least two DNA 
polymerases (one substantially lacking 3' exonuclease activity and the 
other having 3' exonuclease activity) are typically used. See U.S. 
Patent No. 5,436,149; U.S. Patent No. 5,512,462; Barnes, W.M., Gene 



112:29-35 (1992), the disclosures of which are incorporated herein in 
their entireties. Examples of DNA poljTnerases substantially lacking 
in 3' exonuclease activity include, but are not limited to, Tag, Tne{exo)^ 
Tmaiexo), Pfu(ex.o'\ Pwoiexo) and Tth DNA polymerases, and 
mutants, variants and derivatives thereof. 

Polypeptides having nucleic acid poljrmerase activity are 
preferably used in the present methods at a final concentration in 
solution of about 0.1-200 Units per milliliter, about 0.1-50 Units per 
milliliter, about 0.1-40 Units per milHliter, about 0.1-3.6 Units per 
milliliter, about 0.1-34 Units per milhliter, about 0.1-32 Units per 
milliliter, about 0.1-30 Units per milliUter, or about 0.1-20 Units per 
milHliter, and most preferably at a concentration of about 20 Units per 
milliliter. Of course, other suitable concentrations of nucleic acid 
poljnnerases suitable for use in the invention will be apparent to one of 
ordinary skill in the art. 

Other components in a nucleic acid synthesis reaction may 
include one or more components selected from the group consisting of 
one or more synthesis primers, one or more synthesis templates, one or 
more polynucleotide precursors for incorporation into the newly 
synthesized polynucleotide, (e.g. dATP, dCTP, dGTP, dTTP), and the 
like. Detailed methods for carrying out polynucleotide synthesis are 
well known to the person of ordinary skill in the art and can be found, 
for example, in Molecular Cloning , second edition, Sambrook et aL, 
Cold Spring Harbor Laboratory Press, Cold Spring Harbor, N,Y, 
(1989), The process of PCR employs a polynucleotide synthesis step in 
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each cycle; this polynucleotide synthesis step may be achieved using 
the subject invention. 

Methods envisioned in accordance with the invention include 
nucleic acid synthesis, sequencing, labeling and amplification from 
crude preparations of DNA from any cell or tissue such as viral, 
bacteriophage, bacteria, insect, bird, fish, plant, yeast, prokaryotes, 
eukaryotes and mammals. Preparation of crude extracts of cells or 
tissues may be accomplished by standard procedtires which allows 
removal of at least some nucleic acids from the cell or tissue without 
the need for purification of the nucleic acids from the cells, tissue or 
cell/tissue debri, although nucleic acids may be isolated or purified or 
partially purified prior to use in accordance with the invention. 
Examples of such procedures includes lysis or disruption of cells or 
tissues by mechanical (heat, sonication, vortex with glass beads, etc.), 
enzymatic (lysozjnne, etc.) or chemical (pH, salt, detergent, etc.) means. 
Alternatively, the cells and/or tissues may be used directly in the 
methods of the invention without prior manipulation (such as lysis, 
disruption etc.). The applications of the invention are numerous, 
including direct cloning from genomic DNA or cDNA, in vitro 
mutagenesis and engineering of DNA, analysis of allelic sequence 
variations, analysis of RNA transcript structure, genetic fingerprinting 
of forensic samples, autopsies, biopsies, and archeological samples, 
assays for the presence of infectious agents, prenatal diagnosis of 
genetic diseases, genomic fingerprinting, and direct nucleotide 
sequencing of genomic DNA or cDNA, to name a few. 
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As is well known, sequencing reactions (isothermal DNA 
sequencing and cycle sequencing of DNA) require the use of 
pols^erases. Dideoxy-mediated sequencing involves the use of a 
chain-termination technique which uses a specific poljnner for 
extension by DNA polymerase, a base-specific chain terminator and the 
use of polyacrylamide gels to separate the newly synthesized chain 
terminated DNA molecules by size so that at least a part of the 
nucleotide sequence of the original DNA molecule can be determined. 
Specifically, a DNA molecule is sequenced by using four separate DNA 
sequence reactions, each of which contains different base-specific 
terminators (or one reaction if fluorescent terminators are used). For 
example, the first reaction will contain a Gr-specific terminator, the 
second reaction will contain a T-specific terminator, the third reaction 
will contain an A-specific terminator, and a fourth reaction may 
contain a C-specific terminator. Preferred terminator nucleotides 
include dideoxyribonucleoside triphosphates (ddNTPs) such as ddATP, 
ddTTP, ddGTP, ddlTP and ddCTP. Analogs of dideoxyribonucleoside 
triphosphates may also be used and are well known in the art. 

When sequencing a DNA molecule, ddNTPs lack a hydroxyl 
residue at the 3' position of the deoxyribose base and thus, although 
they can be incorporated by DNA polymerases into the growing DNA 
chain, the absence of the 3'-hydroxy residue prevents formation of the 
next phosphodiester bond resulting in termination of extention of the 
DNA molecule. Thus, when a small amount of one ddNTP is included 
in a sequencing reaction mixture, there is competition between 
extension of the chain and base-specific termination resulting in a 



population of synthesized DNA molecules which are shorter in length 
than the DNA template to be sequenced. By using four different 
ddNTPs in four separate enzymatic reactions, populations of the 
synthesized DNA molecules can be separated by size so that at least a 
part of the nucleotide sequence of the original DNA molecule can be 
determined. DNA sequencing by dideoxy-nucleotides is well known 
and is described by Sambrook et ah, In: Molecular Cloning, a 
Laboratory Manual, Cold Spring Harbor Laboratory Press, Cold Spring 
Harbor, NY (1989). As will be readily recognized, the polymerases of 
the present invention may be used in such sequencing reactions. 

As is well known, detectably labeled nucleotides are typically 
included in sequencing reactions. Any number of labeled nucleotides 
can be used in sequencing (or labeling) reactions, including, but not 
limited to, radioactive isotopes, fluorescent labels, chemiluminescent 
labels, bioluminescent labels, and enz5rme labels. For example, the 
polymerases of the present invention may be useful for incorporating 
ocS nucleotides ([aS]dATP, [aS]dTTP, [oSJdCTP and [ocS]dGTP) during 
sequencing (or labeling) reactions. 

Polymerase chain reaction (PGR), a well known DNA 
amplification technique, is a process by which DNA polymerase and 
deoxyribonucleoside triphosphates are used to amplify a target DNA 
template. In such PCR reactions, two primers, one complementary to 
the 3' termini (or near the 3'-termini) of the first strand of the DNA 
molecule to be amplified, and a second primer complementary to the 3' 
termini (or near the 3'-termini) of the second strand of the DNA 
molecule to be amplified, are hybridized to their respective DNA 



strands. After hybridization, DNA polymerase, in the presence of 
deoxyribonucleoside triphosphates, allows the synthesis of a third DNA 
molecule complementary to the first strand and a fourth DNA molecule 
complementary to the second strand of the DNA molecules. Such 
double stranded DNA molecules may then be used as DNA templates 
for synthesis of additional DNA molecules by providing a DNA 
polymerase, primers and deoxyribonucleoside triphosphates. As is well 
known, the additional synthesis is carried out by "cycling" the original 
reaction (with excess primers and deoxjrribonucleoside triphosphates) 
allowing multiple denaturing and synthesis steps. Typically, 
denaturing of double stranded DNA molecules to form single stranded 
DNA templates is accomplished by high temper atiores. The DNA 
polymerases are preferably heat stable DNA polymerases, and thus 
will survive such thermal cycling during DNA amplification reactions. 

The invention also relates to amplification or synthesis cDNA. 
As is known, cDNA is prepared fi:"om mRNA templates. See U.S. 
Patent- Nos. 5,405,776 and 5,244,797. The double stranded cDNA is 
typically cloned into a host cell and such host cells may be used in the 
present invention. 

The invention herein also contemplates a kit format which 
comprises a package unit having one or more containers comprising 
one or more RNases of the invention and in some embodiments 
including containers of various reagents used for polynucleotide 
synthesis, including synthesis in PGR, sequencing, amplification, and 
labeling of nucleic acid molecules by well known techniques, depending 
on the content of the kit. Such kits may comprise a carrying means 



being compartmentalized to receive in close confinement one or more 
container means such as vials, test tubes, and the like. Each of such 
container means comprises components or a mixture of components 
needed to perform nucleic acid synthesis, sequencing, labeling, or 
amplification, reactions. 

A kit used for amplifying or synthesis of nucleic acids will 
comprise, for example, a first container means comprising a 
ribonuclease or combination of ribonucleases of the invention and one 
or a number of additional container means which comprise a single 
type of nucleotide or mixtures of nucleotides. 
The kit may also contain one or more of the following items: 
polymerization enzjrmes, primers, buffers, instructions, and controls. 
Kits may include containers of reagents mixed together in suitable 
proportions for performing the methods in accordance with the 
invention. Reagent containers preferably contain reagents in unit 
quantities that obviate measuring steps when performing the subject 
methods. 

A kit for sequencing may comprise a number of container means. 
A first container means may, for example, comprise one or more 
RNases of the invention. A second container means may comprise a 
poljTnerase of combination of polymerases. A third container may 
comprise one or a number of types of nucleotides needed to synthesize a 
DNA molecule complementary to a DNA template. A fourth container 
means may comprise one or more or a number of different types of 
terminators (such as dideoxynucleoside triphosphates). A fifth 
container means may comprise p5rr ©phosphatase. In addition to the 



above container means, additional container means may be included in 
the kit which comprise one or a number of primers and/or a suitable 
sequencing buffer. 

When desired, the kit of the present invention may also include 
container means which comprise detectably labeled nucleotides which 
may be used during the synthesis or sequencing of a nucleic acid 
molecule. Oner of a nimiber of labels may be used to detect such 
nucleotides. Illustrative labels include, but are not limited to, 
radioactive isotopes, fluorescent labels, chemiluminescent labels, and 
bioluminescent labels and enz5Tnes. 

The following examples are provided to illustrate the present 
invention, and should not be construed as limiting thereof 

EXAMPLE 1 
SINGLE COLONY PGR 

Samples from a cDNA library which could not be amplified using 
a reaction buffer without RNase were grown in 1 ml of LB (100 ug 
amplicillin/ml) overnight at 30°C. Also, 5 ul from each of the fresh 
cultxrres were dotted on an ampicillin plate and grown overnight at 
30^0. 

The next day, PGR reactions were prepared from bacteria grown 
in liquid media and plated bacteria. 

One hundred microliters from each liquid culture were pelleted 
and resuspended in 100 ul Hp. PGR with and without RNase was 
performed on 5 ul of cell culture (Figure 1). The cells were resuspended 
in 20 ul of colony PGR buffer with or without RNase A. 
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Colony PGR buffer contained 2 mM MgSO,, 18 mM (NH,)SO,, 60 
mM Tris-SO^, 200 nM each dNTP, 500 nM each primer, 0.5 ul of 
eLONGase^^ (Life Technologies, Gaithersburg, Maryland) mix and 
H^O to 25 ul. For PGR with RNase A, RNase A was added to the PGR 
5 buffer at 200 ug/ml. RNase A was dissolved in water at 10 mg/ml and 
boiled for 15 minutes prior to use. 

Similarly, about 0.5 ul of coli cells from a plated colony were 
picked with a pipette tip and transferred to 0.2 ml tubes for PGR 
cycling without any prior preparation of cell lysate. The colonies were 
10 resuspended in 25 ul of colony PGR buffer with and without RNase A. 

PGR cycling conditions were as follows: 

-Pre- amplification cell lysis and denaturation 94''G 60s 
-Thermal cycling: 

Denaturation 94°G 
15 Annealing 50°G 

- Extension 68°G or 72°G 

-Gycling was repeated 34 times. 

2 0 A fraction of the cycling reaction after PGR assay was removed 

and fractionated on a gel and stained with EtBr to visualize DNA 
bands. 

Results show that addition of RNase into the PGR buffer 
solution resulted in a superior amphfication reaction, where there was 
2 5 a higher product yield and the product was of a higher molecular 
weight, indicating complete amplification of the template without 



15-30s 
20-30S 
5 min. 
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interruptions of the DNA polymerase. Similar results were achieved 
when RNase Tl at a concentration of 500 Units/reaction was added 
instead of RNase A. 

Conclusions 

1. Without RNase, some colonies did not allow any 
amplification at all. Others would yield shorter, inaccurate 
DNA amplification bands. 

2. Those PGR products which failed in reaction buffer without 
using RNase, were typically large cDNA inserts which were 
amplified in a reaction buffer containing RNase. 

3. Using RNase significantly eliminates the RNA background 
which obscures the PGR products at 100 to 300 bp. 

EXAMPLE 2 
SINGLE COLONY SEQUENCING 

Cells fi:om 100 ul of fi*esh overnight culture of DHIOB cells 
containing pRPA-1 plasmid grown in LB at 100 ug ampicillin/ml were 
pelleted. These cells were then resuspended in one of the following 
solutions: 

25 ul of 100 ug/ml RNase A 

25 ul of 40 ug/ml proteinase K 

25 ul of water 

25 ul of 100 ug/ml RNase A; incubate at 37°C for 15 min followed 
by addition of 5 ul of 200 ug/ml proteinase K, 



Each sample was then incubated at 37°C for 15 min followed by 
a second incubation at 80°C for 15 min. Debris was removed by 
centrifagation for five minutes. The supernatant was then used in ^^P- 
end-labeled primer cycle sequencing using Taq DNA polymerase using 
the dsDNA Cycle Sequencing System (Life Technologies, Inc., 
Rockville, Maryland). See also Craxton (1991) Methods: A Companion 
to Methods in Enzymology 3,20. Purified pRPA-1 DNA was used as 
control along with pUC19 (Life Technologies, Inc.). All reactions were 
run in duplicate. 

The program used for cycle sequencing was: 
20 cycles: 95°C x 30s 

55°C X 30s 
70°C X 60s 

followed by 10 cycles: 95°C x 30s 

70°C X 60s 

An improvement in the sequence quality was found as compared 
with the samples without RNase A digestion indicating the usefulness 
of adding RNase A during a sequencing reaction, 

EQUIVALENTS 
All publications and patent applications mentioned in this 
specification are indicative of the level of skill of those skilled in the art 
to which this invention pertains. All publications and patent 
appUcations are herein incorporated by reference to the same extent as 
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if each individual publication or patent application was specifically and 
individually indicated to be incorporated by reference. 

The foregoing written specification is considered to be suflficient 
to enable one skilled in the art to practice the invention. Indeed, 
various modifications of the above-described modes for carrying out the 
invention which are obvious to those skilled in the field of molecular 
biology or related fields are intended to be within the scope of the 
following claims. 



What 
1. 



is claimed is: 

A kit for synthesizing a nucleic acid molecule, said kit 
comprising a peptide or polypeptide having ribonuclease activity. 



5 2. A kit according to claim 1, wherein said peptide or polypeptide is 
selected from the group consisting of RNase A, RNase Tl, RNase 
H, RNase S, RNase B, RNase C, and RNase T2 or fragments, 
variants, derivatives or mutants thereof. 

10 3. A kit according to claim 1, wherein said peptide or polj^peptide is 
thermostable. 



4. A kit according to claim 1, further comprising one or more 
components selected from the group consisting of: 
15 a) one or more nucleotides; 

b) one or more DNA polymerases; 
' c) ' one or more suitable buffers for nucleic acid synthesis; and 
d) one or more primers. 



20 5. A kit according to claim 4, wherein said DNA polymerase is 
thermostable. 



6. A kit according to claim 5, wherein said thermostable DNA 

polymerase is selected from the group consisting of Taq DNA 
25 polymerase, Tne DNA polymerase, Tma DNA polymerase, Tth 

DNA polymerase, Tli or VENT™ DNA polymerase, Pfu DNA 
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polymerase, DEEPVENT™ DNA polymerase, Pwo DNA 
pol5^erase, Bst DNA polymerase, Bca DNA polymerase, and Tfl 
DNA poljrmerase or fragments, variants, derivatives or mutants 
thereof. 

A kit according to claim 4, wherein one or more of said 
nucleotides are detectably labeled, 

A method for synthesizing a nucleic acid molecule, said method 
comprising: 

a) mixing a nucleic acid template, with one or more DNA 
polymerases, and one more peptides or poljrpeptides 
having ribonuclease activity; and 

b) incubating said mixture under condition sufficient to 
synthesize a nucleic acid molecule complementary to all or 
a portion of said template. 

The method according to claim 8, wherein said peptide or 
polypeptide having ribonuclease activity is selected from the 
group consisting of RNase A, RNase Tl, RNase H, RNase S, 
RNase B, RNase C, and RNase T2 or fragments, variants, 
derivatives or mutants thereof . 

The method according to claim 8, said mixture further 
comprising one or more components selected from the group 
consisting of: 



a) 



one or more nucleotides; 

one or more DNA polymerases; 

one or more suitable buffers for nucleic acid synthesis; and 



b) 



c) 



d) 



one or more primers. 



11. 



12. 

10 



15 



13. 

20 

14. 
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The method according to claim 8, wherein said DNA polymerase 
is thermostable. 

The method according to claim 11, wherein said thermostable 
DNA polymerase is selected from the group consisting of Taq 
DNA polymerase, Tne DNA polymerase, Tma DNA polymerase, 
Tth DNA polymerase, Tli or VENT™ DNA polymerase, Pfa DNA 
polymerase, DEEPVENT™ DNA polymerase, Pwo DNA 
polymerase, Bst DNA polymerase, Bca DNA polymerase, and Tfl 
DNA polymerase or fragments, variants, derivatives or mutants 
thereof. 

The method according to claim 10, wherein one or more of said 
nucleotides are detectably labeled. 

A composition for synthesizing a nucleic acid molecule, said 
composition comprising one or more peptides or polypeptides 
having ribonuclease activity. 

The composition according to claim 14, wherein said peptide or 
polypeptide is selected from the group consisting of RNase A, 
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RNase Tl, RNase H, RNase S, RNase B, RNase C, and RNase 
T2 or fragments^ variants, derivatives or mutants thereof. 



16. The composition according to claim 14, wherein said polypeptide 
5 or peptide is thermostable. 

17. The composition according to claim 14, further comprising one or 
more components selected from the group consisting of: 

a) one or more nucleotides; 

10 b) one or more DNA polymerases; 

c) one or more suitable buffers for nucleic acid synthesis; 

d) one or more primers; and 

e) one or more templates. 

15 18. The composition according to claim 17, wherein said DNA 
polymerase is thermostable, 

19. The composition according to claim 18, wherein said 

thermostable DNA polymerase is selected from the group 

2 0 consisting of Tag DNA pol5rmerase, Tne DNA poljncnerase, Tma 

DNA polymerase, Tth DNA polymerase, Tli or VENT™ DNA 
polymerase, Pfu DNA polymerase, DEEPVENT™ DNA 
polymerase, Pwo DNA polymerase, Bst DNA polymerase, Bca 
DNA poljrmerase, and Tfl DNA polymerase or fragments, 

25 variants, derivatives or mutants thereof. 
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The composition according to claim 14, wherein said composition 
further comprises one or more DNA polymerases. 

A method of sequencing a DNA molecule, comprising: 

a) mixing a first DNA molecule with one or more 
polymerases, and one or more peptides or polj^eptides 
having ribonuclease activity; 

b) hybridizing a primer to said first DNA molecxile; 

c) contacting said DNA molecule of step (b) with 
deoxyribonucleoside triphosphates, and one or more 
terminator nucleotides; 

d) incubating the mixture of step (c) under conditions 
sufficient to synthesize a random population of DNA 
molecules complementary to said first DNA molecxile, 
wherein said synthesized DNA molecules are shorter in 
length than said first DNA molecule and wherein said 
sjmthesized DNA molecules comprise a terminator 
nucleotide at their 5' termini; and 

e) separating said synthesized DNA molecules by size so 
that at least a part of the nucleotide sequence of said first 
DNA molecule can be determined. 

The method according to claim 21, wherein said peptide or 
polypeptide is selected from the group consisting of RNase A, 
RNase Tl, RNase H, RNase S, RNase B, RNase C, and RNase 
T2 or fragments, variants, derivatives or mutants thereof. 



23. The method according to claim 21, wherein said peptide or 
polypeptide is thermostable. 

5 24. The method according to claim 21, wherein said 

deoxyribonucleoside triphosphates are selected from the group 
consisting of dATP, dCTP, dGTP, dTTP, dITP, 7-deaza-dGTP, 
dUTP, [a-S]dATP, [a-S]dTTP, [a-S]dGTP, and [a-S]dCTP. 



10 25. The method according to claim 21, wherein said terminator 
nucleotides are selected from the group consisting of ddATP, 
ddCTP ddGTP, ddlTP, ddTTP. 

26, The method according to claim 21, wherein one or more of said 
15 deoxyribonucleoside triphosphates is detectably labeled. 

27* The method according to claim 21, wherein one or more of said 
terminator nucleotides is detectably labeled. 

20 28. A kit for sequencing a DNA molecule comprising one or more 
peptides or polypeptides having ribonuclease activity. 

29, The kit according to claim 28, wherein said peptide or 

polypeptide is selected from the group consisting of RNase A, 
2 5 RNase Tl, RNase H, RNase S, RNase B, RNase C, and RNase 

T2 or fragments, variants, derivatives or mutants thereof. 
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The kit of claim 28, further comprising one or more components 
selected from the group consisting of 

a) one or more dideoxyribonucleoside triphosphates 

b) one or more deox5T:ibonucleoside triphosphates; 

c) one or more DNA polymerases; 

d) one or more suitable buffers for nucleic acid synthesis; and 

e) one or more primers. 

A method for amplifying a double stranded DNA molecule, 
comprising; 

a) providing a first and second primer, wherein said first 
primer is complementary to a sequence at or near the 3' 
termini of the first strand of said DNA molecule and said 
second primer is complementary to a sequence at or near 
the 3'-termini of the second strand of said DNA molecule; 

b) ' hybridizing said first primer to said first strand and said 

second primer to said second strand in the presence of one 
or more peptides or polypeptides having ribonuclease 
activity and one or more DNA polymerases under 
conditions such that a third DNA molecule 
complementary to said first strand and a fourth DNA 
molecule complementary to said second strand are 
S3aithesized; 

c) denaturing said first and third strand, and said second 
and fourth strands; and 



d) repeating steps (a) to (c) one or ore times. 

32. The method of claim 31, wherein said peptide or polypeptide is 
selected from the group consisting of RNase A, RNase Tl, RNase 
H, RNase S, RNase B, RNase C, and RNase T2 or fragments, 
variants, derivatives or mutants thereof. 

33. The method according to claim 31, wherein said peptide or 
polypeptide is thermostable. 

34. The method according to claim 31, wherein said DNA 
polymerase is thermostable. 

35. The method according to claim 34, wherein said thermostable 
DNA polymerase is selected from the group consisting of Taq 
DNA polymerase, Tne DNA polymerase, Tma DNA polymerase, 

' m'DNA polymerase, Tli or VENT™ DNA polymerase, Pfu DNA 
polymerase, DEEPVENT™ DNA polymerase, Pwo DNA 
polymerase, Est DNA poljnnerase, Bca DNA polymerase, and TfL 
DNA polymerase or fragment, variants, derivatives or mutants 
thereof. 

36. A kit for amplifying a nucleic acid molecule comprising one or 
more peptides or polypeptides having ribonuclease activity. 



The kit according to claim 36 further comprising one or more 
components selected from the group consisting of: 

a) one or more nucleotides; 

b) one or more DNA polymerases; 

c) one or more suitable buffers for nucleic acid synthesis; and 

d) one or more primers. 
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ABSTRACT 

The subject invention provides novel compositions containing 
one or more peptides or polypeptides which possess ribonuclease 
activity. Preferably the ribonucleases for inclusion in the compositions 
are ribonucleases that substantially lack deoxyribonuclease activity. A 
preferred embodiment is a composition comprising RNase A or RNase 
Tl. Another aspect of the invention is to provide methods for 
synthesizing nucleic acids, t5T)ically DNA, using the compositions of 
the invention or one or more ribonucleases. Another aspect of the 
invention involves the use of the subject method of nucleic acid 
synthesis to carry out the sjnithesis step in a polymerase chain reaction 
experiment. Yet another aspect of the invention is to provide kits for 
the sjmthesis of nucleic acids, wherein the kits comprise one or more 
peptides or poljrpeptides that possess ribonuclease activity. 
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